SEQUENCE LISTING 



<110> FISHEL, Richard A. 
GRADIA, Scott 
ACHARYA, Samir 

<120> COMPOSITIONS, KITS, AND METHODS FOR EFFECTING ADENINE 
NUCLEOTIDE MODULATION OF DNA MISMATCH RECOGNITION 
PROTEINS 

<130> 9855-6U3 

<140> Not Yet Assigned 
<141> 2001-08-22 

<150> US 60/093, 935 
<151> 1998-07-23 

<150> US 60/066, 977 
<151> 1997-11-28 

<150> US 60/057,136 
<151> 1997-08-28 

<150> US 09/143,571 
<151> 1998-08-28 

<160> 36 

<170> Patentln Ver. 2.1 

<210> 1 
<211> 39 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: DNA Substrate 
<400> 1 

cggcgaattc caccaagctt gatcgctcga ggtaccagg 

<210> 2 
<211> 39 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: DNA Substrate 
<400> 2 

cctggtacct cgagcgatca agcttggtgg aattcgccg 39 



<210> 3 
<211> 39 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: DNA Substrate 
<400> 3 

cctggtacct cgagcgatcg agcttggtgg aattcgccg 39 



<210> 4 
<211> 81 



,H <212> DNA 



<213> Artificial Sequence 



q <220> 

<223> Description of Artificial Sequence: DNA Substrate 
|lj . <4 0 0> 4 

tU aaagctggag ctgaagctta gcttaggatc atcgaggatc gagctcggtg caattcagcg 60 
;M gtacccaatt cgccctatag t 81 



<210> 5 
<211> 81 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: DNA Substrate 
<400> 5 

actatagggc gaattgggta ccgctgaatt gcaccgagct cgatcctcga tgatcctaag 60 
ctaagcttca gctccagctt t 81 



<210> 6 
<211> 81 
<212> DNA 



2 




<213> Artificial Sequence 
<220> 

<223> Description of Artificial Se 
<400> 6 

actatagggc gaattgggta ccgctgaatt q< 
ctaagcttca gctccagctt t 




,ence : DNA Substrate 



accgagct tgatcctcga tgatcctaag 60 

81 



'U.J. 



<210> 7 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: p53 Primers 
<400> 7 

gtgtttcatt agttccccac cttgac 26 



<210> 8 



yjj <211> 2i 



<212> DNA 

<213> Artificial Sequence 



III <220> 



<223> Description of Artificial Sequence: p53 Primers 
<400> 8 

atgggaggct gccagtccta accc 24 



<210> 9 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: p53 Primers 
<400> 9 

gtgggaggga caaaagttcg aggcc 25 



<210> 10 
<211> 25 



3 




<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial 
<400> 10 

tttacggagc cctggcgctc gatgt 




Sequence: p53 Primers 

25 





<210> 


11 




<211> 


19 




<212> 


DNA 




<213> 


Artificial Sequence 




<220> 






<223> 


Description of Artificial 
Primers 


$ 

liJ 


<400> 


11 




accattcaaa ttggcaagg 










<210> 
<211> 


12 

20 




<212> 


DNA 


83 

m 


<213> 
<220> 


Artificial Sequence 




<223> 


Description of Artificial 
Primers 




<400> 


12 



19 



gtggctcgag ttgtttgcag 20 



<210> 13 
<211> 45 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: MSH 
Subcloning Linkers 

<400> 13 

gatccgagaa cctgtacttc cagggacata tggccatggg taccg 45 



4 




<210> 14 
<211> 45 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: MSH 
Subcloning Linkers 

<400> 14 

aat'tcggtac ccatggccat atgtccctgg aagtacaggt tctcg 



3*3 



<210> 15 
<211> 13 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence : hMSH2 
Truncation Primers 

HQ <400> 15 

m gcggatccca tgg 

IV <210> 16 

flf <211> 12 

1*3 <212> DNA 

<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequence: hMSH2 
Truncation Primers 

<400> 16 
ggaggatccc ta 



<210> 17 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: hMSH2 
Truncation Primers 



5 



<400> 17 

gcggatccca tggcagaagt gtccattgtg 30 



m 



<210> 18 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: hMSH2 
Truncation Primers 

<400> 18 

ggaggatccc atatgtagat tattaacagt tgg 33 



<210> 19 



<211> 15 
<212> DNA 



<213> Artificial Sequence 
,.f1 <220> 

tit- <223> Description of Artificial Sequence: hMSH2 Primers 

|35 <4 00> 19 

flJ ggcggtatcc atatg 15 



<210> 20 
<211> 15 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: hMSH2 Primers 
<400> 20 

ggcatactcg agcta 15 



<210> 21 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 



6 



<223> Description of Artificial Sequence: DNA Linkers 
<400> 21 

gcggatccca tggattttct agagaaattc 30 



<210> 22 
<211> 42 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: DNA Linkers 
<400> 22 

ggacgcgtcg tcgacctaac cggtatctct gatgaaatac tc 42 



<210> 23 

<211> 12 

<212> DNA 

; i: f| <213> Artificial Sequence 

h§ <220> 

Mi <223> Description of Artificial Sequence: hMSH3 Primer 

tS <400> 23 

n¥ gcggtgaccg gt 12 

B 
P 

<210> 2 4 
<211> 21 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> region I of hMSH2 
<400> 24 

Leu Phe Asp Arg Gly Asp Phe Tyr Thr Ala His Gly Glu Asp Ala Leu 
15 10 15 

Leu Ala Ala Arg Glu 

20 



<210> 25 
<211> 33 



7 



# 



<212> PRT 

<213> Homo sapiens 
<220> 

<223> region II of hMSH2 
<400> 25 

Thr Pro Gin Gly Gin Arg Leu Val Asn Gin Trp lie Lys Gin Pro Leu 
15 10 15 

Met Asp Lys Asn Arg lie Glu Glu Arg Leu Asn Leu Val Glu Ala Phe 
20 25 30 

Val 



W <210> 2 6 

'|f <211> 2 8 

M 



<212> PRT 
p <213> Homo sapiens 



<22 0> 

i'S <223> region III of hMSH2 

'9 

<400> 26 

t§ Leu Lys Ala Ser Arg His Ala Cys Val Glu Val Gin Asp Glu lie Ala 

IV 1 5 10 15 

ry 

|p Phe lie Pro Asn Asp Val Tyr Phe Glu Lys Asp Lys 

¥* 2 0 25 



<210> 27 
<211> 104 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> region IV of hMSH2 
<400> 27 

lie lie Thr Gly Pro Asn Met Gly Gly Lys Ser Thr Tyr lie Arg Gin 
1 5 10 15 

Thr Gly Val lie Val Leu Met Ala Gin lie Gly Cys Phe Val Pro Cys 
20 25 30 



8 



Glu Ser Ala Glu Val 
35 

Ala Gly Asp Ser Gin 
50 

Leu Glu Thr Ala Ser 

65 

lie lie Asp Glu Leu 
85 

Leu Ala Trp Ala lie 
100 



Ser lie Val Asp Cys lie 
40 

Leu Lys Gly Val Ser Thr 
55 

lie Leu Arg Ser Ala Thr 
70 75 

Gly Arg Gly Thr Ser Thr 
90 

Ser Glu Tyr 



Leu Ala Arg Val Gly 
45 

Phe Met Ala Glu Met 
60 

Lys Asp Ser Leu lie 
80 

Tyr Asp Gly Phe Gly 
95 



M3 



<210> 28 
<211> 41 
<212> PRT 

<213> Homo sapiens 



s k <220> 

:g| <223> region V of hMSH2 

<400> 28 

O Leu Thr Met Leu Tyr Gin Val Lys Lys Gly Val Cys Asp Gin Ser Phe 

ffi 15 10 15 

rtJ 

fU Gly lie His Val Ala Glu Leu Ala Asn Phe Pro Lys His Val lie Glu 
P 20 25 30 

Cys Ala Lys Gin Lys Ala Leu Glu Leu 
35 40 



<210> 29 
<211> 834 
<212> PRT 

<213> Homo sapiens 
<400> 29 

Met Ala Ser Leu Gly Ala Asn Pro Arg Arg Thr Pro Gin Gly Pro Arg 
15 10 15 

Pro Gly Ala Ala Ser Ser Gly Phe Pro Ser Pro Ala Pro Val Pro Gly 
20 25 30 



Pro Arg Glu Ala Glu Glu Glu Glu Val Glu Glu Glu Glu Glu Leu Ala 



9 



• 



35 



40 



45 



Glu lie His Leu Cys Val Leu Trp Asn Ser Gly Tyr Leu Gly lie Ala 
50 55 60 

Tyr Tyr Asp Thr Ser Asp Ser Thr lie His Phe Met Pro Asp Ala Pro 
65 70 75 80 

Asp His Glu Ser Leu Lys Leu Leu Gin Arg Val Leu Asp Glu lie Asn 
85 90 95 

Pro Gin Ser Val Val Thr Ser Ala Lys Gin Asp Glu Asn Met Thr Arg 
100 105 110 

Phe Leu Gly Lys Leu Ala Ser Gin Glu His Arg Glu Pro Lys Arg Pro 
115 120 125 



W 

m 
ru 

m 

Q 



Glu lie lie Phe Leu Pro Ser Val Asp Phe Gly Leu Glu lie Ser Lys 
130 135 140 

Gin Arg Leu Leu Ser Gly Asn Tyr Ser Phe lie Pro Asp Ala Met Thr 
145 150 155 160 

Ala Thr Glu Lys lie Leu Phe Leu Ser Ser lie lie Pro Phe Asp Cys 
165 170 175 

Leu Leu Thr Val Arg Ala Leu Gly Gly Leu Leu Lys Phe Leu Gly Arg 
180 185 190 

Arg Arg lie Gly Val Glu Leu Glu Asp Tyr Asn Val Ser Val Pro lie 
195 200 205 



Leu Gly Phe Lys Lys Phe Met Leu Thr His Leu Val Asn lie Asp Gin 
210 215 220 

Asp Thr Tyr Ser Val Leu Gin lie Phe Lys Ser Glu Ser His Pro Ser 
225 230 235 240 

Val Tyr Lys Val Ala Ser Gly Leu Lys Glu Gly Leu Ser Leu Phe Gly 
245 250 255 

lie Leu Asn Arg Cys His Cys Lys Trp Gly Glu Lys Leu Leu Arg Leu 
260 265 270 

Trp Phe Thr Arg Pro Thr His Asp Leu Gly Glu Leu Ser Ser Arg Leu 
275 280 285 



Asp Val lie Gin Phe Phe Leu Leu Pro Gin Asn Leu Asp Met Ala Gin 



10 



290 



295 



300 



Met Leu His Arg 

305 

Lys Arg Met Lys 



Tyr Lys Thr Val 
340 

Leu Pro Gin Ser 
355 

Asp Asp Leu His 
370 

Glu Gly Ser Leu 
385 

Pro Glu lie Asp 



Leu Thr Glu Val 
420 

Pro Ser Cys Ser 
435 

lie Pro Arg Leu 
450 

Gly Leu Asp Phe 
465 

Ala Arg Thr Lys 



lie Arg Asp Gin 
500 

Leu Ala Arg Ala 
515 

Leu Asp Val Leu 
530 

Ser Arg Pro Arg 



Leu Leu Gly His 
310 

Leu Ser His Thr 

325 

Tyr Ser Ala Leu 



lie Gin Leu Phe 
360 

His Tie Ala Ser 
375 

Ala Glu Asn Arg 
390 

Glu Lys Lys Arg 
405 

Ala Arg Lys Glu 



Val Tie Tyr lie 
440 

Pro Ser Met Val 

455 

Met Phe Leu Ser 
470 

Glu Leu Asp Ala 
485 

Glu Thr Leu Leu 



Ala Val Leu Thr 
520 

Leu Ala Leu Ala 
535 

Tyr Ser Pro Gin 



lie Lys Asn Val 
315 

Lys Val Ser Asp 
330 

Gly Leu Arg Asp 
345 

Arg Asp lie Ala 



Leu lie Gly Lys 
380 

Phe Thr Val Leu 
395 

Arg Leu Met Gly 
410 

Leu Glu Asn Leu 
425 

Pro Leu lie Gly 



Glu Ala Ser Asp 
460 

Glu Glu Lys Leu 
475 

Leu Leu Gly Asp 
490 

Met Tyr Gin Leu 
505 

Arg Val Leu Asp 



Ser Ala Ala Arg 
540 

Val Leu Gly Val 



Pro Leu lie Leu 
320 

Trp Gin Val Leu 
335 

Ala Cys Arg Ser 
350 

Gin Glu Phe Ser 
365 

Val Val Asp Phe 



Pro Asn lie Asp 
400 

Leu Pro Ser Phe 
415 

Asp Ser Arg lie 
430 

Phe Leu Leu Ser 
445 

Phe Glu lie Asn 



His Tyr Arg Ser 
480 

Leu His Cys Glu 
495 

Gin Cys Gin Val 
510 

Leu Ala Ser Arg 
525 

Asp Tyr Gly Tyr 



Arg lie Gin Asn 



11 



545 



550 



555 



560 



Gly Arg His Pro Leu Met Glu Leu Cys Ala Arg Thr Phe Val Pro Asn 
565 570 575 

Ser Thr Glu Cys Gly Gly Asp Lys Gly Arg Val Lys Val lie Thr Gly 
580 585 590 

Pro Asn Ser Ser Gly Lys Ser lie Tyr Leu Lys Gin Val Gly Leu lie 
595 600 605 

Thr Phe Met Ala Leu Val Gly Ser Phe Val Pro Ala Glu Glu Ala Glu 
610 615 620 

lie Gly Ala Val Asp Ala lie Phe Thr Arg lie His Ser Cys Glu Ser 
625 630 635 640 



M5 



He Ser Leu Gly Leu Ser Thr Phe Met He Asp Leu Asn Gin Val Ala 
645 650 655 



Ml 



m 
m 
m 



Lys Ala Val Asn Asn Ala Thr Ala Gin Ser Leu Val Leu He Asp Glu 
660 665 670 

Phe Gly Lys Gly Thr Asn Thr Val Asp Gly Leu Ala Leu Leu Ala Ala 
675 680 685 

Val Leu Arg His Trp Leu Ala Arg Gly Pro Thr Cys Pro His He Phe 
690 695 700 

Val Ala Thr Asn Phe Leu Ser Leu Val Gin Leu Gin Leu Leu Pro Gin 
705 710 715 720 



Gly Pro Leu Val Gin Tyr Leu Thr Met Glu Thr Cys Glu Asp Gly Asn 
725 730 735 

Asp Leu Val Phe Phe Tyr Gin Val Cys Glu Gly Val Ala Lys Ala Ser 
740 745 750 

His Ala Ser His Thr Ala Ala Gin Ala Gly Leu Pro Asp Lys Leu Val 
755 760 765 

Ala Arg Gly Lys Glu Val Ser Asp Leu He Arg Ser Gly Lys Pro He 
770 775 780 

Lys Pro Val Lys Asp Leu Leu Lys Lys Asn Gin Met Glu Asn Cys Gin 
785 790 795 800 



Thr Leu Val Asp Lys Phe Met Lys Leu Asp Leu Glu Asp Pro Asn Leu 



12 



805 



810 



815 



Asp Leu Asn Val Phe Met Ser Gin Glu Val Leu Pro Ala Ala Thr Ser 
820 825 830 

lie Leu 



<210> 30 

<211> 2734 

<212> DNA 

<213> Homo sapiens 

<220> 

<223> coding region of hMSHS cDNA from residue 102-2606 
<400> 30 

cagaaacctc atacttctcg ggtcagggaa ggtttgggag ggcgtggcgg tcggtcagcg 60 
gggcgttctc ccacctgtag cgactcagag cctccaagct catggcctcc ttaggagcga 120 
acccaaggag gacaccgcag ggaccgagac ctggggcggc ctcctccggc ttccccagcc 180 
cggccccagt gccgggcccc agggaggccg aggaggagga agtcgaggag gaggaggagc 240 
tggccgagat ccatctgtgt gtgctgtgga attcaggata cttgggcatt gcctactatg 300 
atactagtga ctccactatc cacttcatgc cagatgcccc agaccacgag agcctcaagc 360 
ttctccagag agttctggat gagatcaatc cccagtctgt tgttacgagt gccaaacagg 420 
atgagaatat gactcgattt ctgggaaagc ttgcctccca ggagcacaga gagcctaaaa 480 
gacctgaaat catatttttg ccaagtgtgg attttggtct ggagataagc aaacaacgcc 540 
tcctttctgg aaactactcc ttcatcccag acgccatgac tgccactgag aaaatcctct 600 
tcctctcttc cattattccc tttgactgcc tcctcacagt tcgagcactt ggagggctgc 660 
tgaagttcct gggtcgaaga agaatcgggg ttgaactgga agactataat gtcagcgtcc 720 
ccatcctggg ctttaagaaa tttatgttga ctcatctggt gaacatagat caagacactt 780 
acagtgttct acagattttt aagagtgagt ctcacccctc agtgtacaaa gtggccagtg 840 
gactgaagga ggggctcagc ctctttggaa tcctcaacag atgccactgt aagtggggag 900 
agaagctgct caggctatgg ttcacacgtc cgactcatga cctgggggag ctcagttctc 960 
gtctggacgt cattcagttt tttctgctgc cccagaatct ggacatggct cagatgctgc 1020 
atcggctcct gggtcacatc aagaacgtgc ctctgattct gaaacgcatg aagttgtccc 1080 
acaccaaggt cagcgactgg caggttctct acaagactgt gtacagtgcc ctgggcctga 1140 
gggatgcctg ccgctccctg ccgcagtcca tccagctctt tcgggacatt gcccaagagt 1200 
tctctgatga cctgcaccat atcgccagcc tcattgggaa agtagtggac tttgagggca 1260 
gccttgctga aaatcgcttc acagtcctcc ccaacataga tcctgaaatt gatgagaaaa 1320 
agcgaagact gatgggactt cccagtttcc ttactgaggt tgcccgcaag gagctggaga 1380 
atctggactc ccgtattcct tcatgcagtg tcatctacat ccctctgatt ggcttccttc 1440 
tttctattcc ccgcctgcct tccatggtag aggccagtga ctttgagatt aatggactgg 1500 
acttcatgtt tctctcagag gagaagctgc actatcgtag tgcccgaacc aaggagctgg 1560 
atgcattgct gggggacctg cactgcgaga tccgggacca ggagacgctg ctgatgtacc 1620 
agctacagtg ccaggtgctg gcacgagcag ctgtcttaac ccgagtattg gaccttgcct 1680 
cccgcctgga cgtcctgctg gctcttgcca gtgctgcccg ggactatggc tactcaaggc 1740 
cgcgttactc cccacaagtc cttggggtac gaatccagaa tggcagacat cctctgatgg 1800 



13 



# 



aactctgtgc ccgaaccttt gtgcccaact ccacagaatg tggtggggac aaagggaggg 1860 
tcaaagtcat cactggaccc aactcatcag ggaagagcat atacctcaaa caggtaggct 1920 
tgatcacatt catggccctg gtaggcagct ttgtgccagc agaggaggcc gaaattgggg 1980 
cagtagacgc catcttcaca cgaattcata gctgcgaatc catctccctt ggcctctcca 2040 
ccttcatgat cgacctcaac caggtggcga aagcagtgaa caatgccact gcacagtcgc 2100 
tggtccttat tgatgaattt ggaaagggaa ccaacacggt ggatgggctc gcgcttctgg 2160 
ccgctgtgct ccgacactgg ctggcacgtg gacccacatg cccccacatc tttgtggcca 2220 
ccaactttct gagccttgtt cagctacaac tgctgccaca agggcccctg gtgcagtatt 2280 
tgaccatgga gacctgtgag gatggcaacg atcttgtctt cttctatcag gtttgcgaag 2340 
gtgttgcgaa ggccagccat gcctcccaca cagctgccca ggctgggctt cctgacaagc 2400 
ttgtggctcg tggcaaggag gtctcagact tgatccgcag tggaaaaccc atcaagcctg 24 60 
tcaaggattt gctaaagaag aaccaaatgg aaaattgcca gacattagtg gataagttta 2520 
tgaaactgga tttggaagat cctaacctgg acttgaacgt tttcatgagc caggaagtgc 2580 
tgcctgctgc caccagcatc ctctgagagt ccttccagtg tcctccccag cctcctgaga 2640 
ctccggtggg ctgccatgcc ctctttgttt ccttatctcc ctcagacgca gagtttttag 2700 
tttctcacaa ttctaatgta ataatatatc ttaa 2734 



<210> 31 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : hMSH5 Primers 



-'r^'J 

■w 

iff ' 

^> 

tS <400> 31 

ill acgccatctt cacacgaat 19 

<210> 32 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: hMSH5 Primers 
<400> 32 

tgcagtggca ttgttcact 19 



<210> 33 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 
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w 



<223> Description of Artificial Sequence: hMSH4 Primers 
<400> 33 

ggaaggtttg ggaggatgct gagg 24 



<210> 34 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: hMSH4 Primers 
<400> 34 

attgtgatta ttcttcagtc tt 22 



<210> 35 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: hMSH4 Primers 
<400> 35 

atctcgagat gctgaggcct gag 23 



<210> 36 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: hMSH4 Primers 
<400> 36 

gcgctagctt attcttcagt cttttc 26 



15 



